TCRR AT AR T T TCCTCRCCATCCR R ETTARRCERCCRACCCERGRRTTCRRERAGCE
T AR AT AR T T T CCTCRCCATCCR AT T AR R GERCCRACCCRRGRR TTCRR CRAGCE
TR A TR T T T CCTCRCCA T CCR A TT AR R GCERCCRACCCERGRR TTCRRERAGCE
kb E A Ak Ak Ak e Ak R A e AR A E AR A Ak e E Ak R A E Ak kAR E kA
CL O ETETTGETTARL R R TER AR RO CTCETCTTTETCCRCACACRCRRACDCLT
CL RO ETCTTGETTARL R R TER AR E RO CT T CTTTETCCRCRACACRCRRACOCLT
GRCCRCRCTCTIGETTAAR R R TR AR RGO CTACTCTTTGTCCRCACRCRACARACOCRT
ke A kA Ak Ak AR AR AR A s EhEAkEA SRR E AR AR AR E kA
CTATRR ARG G L TR A TTTC T AT TETCTTETTEARTCRRAGCTTTCRCCT
CTATRR N ARG L TR A TTTC T ATTCTCTICTTEARTCRRRGCTTTCRCCT
CTATRR R ARG R L TR A TTTCCTATTETCTTCTTERATCRRAGCTTTCRCCT
EE L e L L R e L L L
CCTGRAT R CTIGEIT O CTACTATATATT CACCACCCCAR AR RTCGCRTCGCACE
CCTGRATGACT I G T O A TACTATATATT CACGACCCCAR AR A A TCGCATCGTALE
T R AT R T T eI T O T A CTATATATT CACCR OO AR AR R A TOCCRTCGCRCE
LR LD L EEE L LD L PR PR L L LR E LR D DL LR L R T e
CTEECAGRR T AR TR AR R TR CTCCAGCACTTERCCTTCOCCCTCTCET CRAGR
CTGECAGRRC T AR TR RCAR TGO CTCCAGCACTTERCCITCOCCCTCTCETCRAGR
CTEEC AR T A G TR R TECCCTCCACCACTTERCCTTCOCCCTCTCET CRAGE
LR LD L EEE L LD L PR PR L L LR E LR D DL LR L R T e
A CCTTT AR GEETCCT AT R R CETGET EETAC AR R ER A TCREET BEGACTECRERECE
AT T T ARG T CCT AT ARG T G EETACAGRRR CRATCREET CECACTECRERECE
AT ARG T CCT AT A R TG TACAGRRR CR A TCR T CEEACTECRERAECE
kb E A Ak Ak Ak e Ak R A e AR A E AR A Ak e E Ak R A E Ak kAR E kA
AT TR LT A G TTTETCCTTCCTARCTTTEARCTACRRCTRARGRARTECCALE
ST TR LG A G TTTETCCT T CCT ARG TITEARCTACERCTRARGRRTCOCALE
CCRCT TR eI ARG TTTETCCTTCCTARCTITERRGTACERCTRRGRRTECCALR

L e e T

GRCRETCRACCATCTTGEARGRRCREETE 443
GRCRRTCACCATCTTGEARGRRCREETE 4d3
GACRETCRCCATCTTGEALGRREREETS 445

L e T T T

bases alignment for DNA in healthy and endometritis ewes.
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Figure S1. A2M marker (448-bp) sequences and GenBank gb | XM_012175446.4| for analyzing nitrogenous



DOAS0157.1 AT R G TCTTEART AT TTCERCTTATCCTATARTCCCTTATCTRACTTATCATCT &0

H AT R G TCTTEART AT TTCERCTTATCCTATARTCCCTTATCTRACTTATCATCT &0
E AT R G TCTTEART AT TTCERCTTATCCTATARTCCCTTATCTRACTTATCATCT &0
R L L P R R PR R L L R L L P L L P L
DOB90157.1 TOCTeET TR T CCCTTT AT G TCT TRRRATTCTTARRCT TACTGEERRRTTTATACRRR 120
H T CTGET TR T CCCTTT AT G T CT T AR A TTCTTA R ST TACTGEEARATTTATACRARR 120
E T CTGET TR T CCCTTT AT G T CT T AR A TTCTTA R ST TACTGEEARATTTATACRARR 120
R L L P R P R PR R L R L L P L R L P L
DQES0157.1 AT TR AT CTCTTTT TTCTCRTCTCCC A AR TCTECEERCCCTCARRETACER 180
H AT TR G A R A T CTCTTTT TTCT CRTCTCCC A AR TCTECEERCCCTCARRETACER 180
E AT TR AT CTCTTTT TTCTCRTCTCCC A AR TCTECEERCCCTCARRETACER 180
EE L L P T R P R L R L L P L R L P L
DQES0157.1 AR TR CT R T TR TR AT TR T GRR R AR TTTCACTCEACTCACTTTTICTTERG 240
H AR TR CT R T TR TR AT TR T GRR R AR TTTCACTCEACTCACTTTTICTTERG 240
E AR TR CT R T TR TR AT TR T GRR R AR TTTCACTCEACTCACTTTTICTTERG 240
R L L P R R PR R L L R L L P L L P L
DQES0157.1 CARCTTGRCRTCRCT O C AR A TCTECACTTEIATCTCOCARRGRCTTTRARCTCOREATC 300
H CACCTTGRCRTCRCTECTCAR A TCTECACTTETAT CTCOCARRCRCTTTARRCTCOEATC 300
E CACCTTGRCRTCRCTECTCAR A TCTECACTTETAT CTCOCARRCRCTTTARRCTCOEATC 300
R L L P R R PR R L L R L L P L L P L
DQES0157.1 CAGRRCRTTRCCCATCTGRTTCTGCATCTGAGECRECCTE 240
H CAGRRCRTTRCCCATCTGRTTCTGCATCTGAGECRECCTE 240
E CAGRRCRTTRCCCATCTGRTTCTGCATCTGAGECRECCTE 240

R L LR L R LR L L Ry L T

Figure S2. TLR2 marker (340-bp) sequences and GenBank gb | DQ890157.11 for analyzing nitrogenous bases
alignment for DNA in healthy and endometritis ewes.



HM 001005400.2 CTGL OGO TGECCEECCEET CECCEEACT CTOCACCTECRRCACCRT CEACATEERECTE el

H CTGL OGO TGECCEECCEET CECCEEACT CTOCACCTECRRCACCRT CEACATEERECTE el

E CT RGO TGO ECC R CRCCEER T T OO RO T GCRACACCATCGRCATRERGCTC el
LR D P R P L R L R R PR L DR L L R P L Ly b ]

HM 0010054002 CT LA O o R e AT SRR T CCCGET CAGRTTTT CTCCAR A CTTCEECT CECT 120

H CT LA O o R AT SR ECCRT OO CGRCCAGRTTTT CTCCRR R CTTCEECT CECT 120

E BT RRRGCGERRGEG AT CERGECCRT OO G ETCRGRTTTTCT CCRRACTTCEECTCGCC 120
LR P P T L L L LR T L PR L DR L L R P L Ry ]

HM 0010054002 T T A O T T 180

H T B 1 A L A 1 B 180

E T T A O T T 180
LR D P R P L R L R R PR L DR L L R P L Ly b ]

MM 001005400.2 TR T A OO R OO EE T CEC e E R AL TGO C AR R CEGRCCCT CARCCRGAG 240

H TR AR GTACCCGOGRCCEEET GEC GG ERARCT CCCEARACEGRAGCCT GRGECRGAG 240

E TR TR OO R O T CEC R EA R CT OO R A CECRECCTERECCACRG 240
LR D P R P L R L R R PR L DR L L R P L Ly b ]

M 001005400.2 GOGERCTACTRCGC AR GEAGET CRCC G TGCTART GETCRRRTACGECRRCRRRATC 300

H BCGER T AT O AR G ERCET LR CGTCCTARTCET CERAR TACCECRARCRRAATE ana

E BCGER T AT O AR G ERCET LR CGTCCTARTCET CERAR TACCECRARCRRAATE ana
whkdhehkdhehrAkahkdhehbnhehbdheahsdbrahedbanbdhehsabheahrdbrahedhs

HM 001005400.2 TATCR R AR TR T CTACC TR CACCATATATATCTTCTTCARCRCETCCGRECTE g

H TATCR R AR TR T CTACC TR CACCATATATATCTTCTTCARCRCETCCGRECTE EEoh]

E TR TR AR T A T CTAC T O e A AR TATATATCITCTTCRACACCT CTGRGCTC 3ed
LR D P R P L R L R R PR L D L L L P L el ]

HM 0010054002 CEEERRECACTECCTERRCCTCEIEITRITCTCIC 354

H CGEERRGCACTRCCTGRRCCICTRTTECTCICTC 354

E CEEERRGIACTECCTGRRCCICTEITEITCICIC 354

LR DR P PR R R L L P L L )

Figure S3. TGF-$ marker (394-bp) sequences and GenBank gb |NM_001009400.21 for analyzing nitrogenous
bases alignment for DNA in healthy and endometritis ewes.



CCGCEETT T ET AR G T GCAT O T COCRGEo I EET COCTAGECCCCCECREIET
CCGCEETTETET AR GECT O AT OO T CCCREECECEET OO CTRAGECCCCCECRECET
OO GCEETTETET AL G T OGO AT SO T CCCRGECECEET OOCTAGTCCCCCRCRED

Al R SRR A AR R AR R AR AR Ak SR AR RS Rk AR RS
L ECCRTEECCTEERCEECEEEEEC e G CECEETEEEROCCECACEECEITCTOETC
GECCTEEACEECEEEEECEEOEEEEIECEETEEERCCCECREEECECTCTOETC
ATEECCTEERCEECEEERECEECEEEECECEETEEERCICCECAGEECECTCTOETC
B o e
R T TG T eI T ORI GO OO A TGO T T e ERG T TOTECECEET CCTEER
AT TGO T T TR T GO CAGCECT T EEECGRGTTCTECECEET CCTEER
GCACRCTCTECT CT T ORI GO O ECECT T R T TCTECECEET CCTEER
Ak Ak r AR A A e A b s hEd SR e A A ke AR Ak E AR
R CCT GO GR e ECTCEECT R EECCTCECEERECEECTTTCRRAGCRGCTGECT
CRCCTECGR o ECTCEECT R EECCTCECEERECEECTTTCRARAGCRGCTEECT
CRGCTGECGRCEECEIECTCEECTEECECEECCTCECEERECEECTTTCRAGCRGCTEECT

B o e

GERTGITCGTCRCRTTGARAR A TATCTAGACCARGETARRACTGERACRRGRGRATTGCT
GEATCITCGICACAT T GRRR A TATETAGACCARGETARRRCTGERR A
GEATCTTCGTCACATTGRAR R A TATCTAGACCRARGETARRRCTGEARCARGRAGRATTECT
B o e
T GET T EEECTCRGRAL R RO R RO R TCEETERCCTTITRACAGATCCTCCREERERAT
I CET T EEECTCRGRRL A RO A C R OO R TCEETERCCTTTTRCAGATCCTCCRECGAGAT
TTCET T EEECTCRGRR L R L O A C R R TCEETERCCTTTTRCAGATCCTTCREGRERAT
B o
GEEACAT AT CEEECTATCC AT T TAR T TGO AR ACTATGEAGCARCCTTGAGTCCTATAGR
GEEACAT AT CEEECTATCC AT T TAR T TGO AR ACTATGERAGCAGCCTTGAGTCCTATAGR
GEEACAT AT O T ATCC AT T T AR T TG AR ACT AT G GRECARCCTTGAGTCCTAT AR

kAR ARk R R AR AR AR AR AR R R Bk AR R ks A

GCRGERETCRIC 431
GCRGRETCRTC 431
GCRGRETCRTC 431

e e ke e

&0
&0
&0

120
120

120
180
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Figure S4. IRAK3 marker (431-bp) sequences and GenBank gb | XM_027967477.2| for analyzing nitrogenous
bases alignment for DNA in healthy and endometritis ewes.



CAGTGEARGCCCAGAGTTTTARCCRCTERARCTGCCACEERARCET COCCARGREACTGETTT
TERRCTGECCACEERRCET COCCARGREACTGETTIT
CAGTGEARECCCAGAGTTITARCCRCTGARCTECCACGEARCET CCCCARGREACTGETTT
o e e e e e e e e e ol e o ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e
CITGARTCCATTTCCCTGCATATTTTITGRARRTACCCCARTGTITTATCTCCAR RACATEELE
CTTEATCCRTTTCCCTGCATATTTTITGAR R TRACCCCARTGTTTATCTCOC AR RCATEERA
CITEATC AT T TCCCTGCATATTITITEARATACCCCARTGTTTATCTCCAR ACATCERA
kA E A Ak E bbb E A Ak E b s A bbb hE b dAbea b bbb S A b Sk d b E bbb ek sdhs
GRAGEARGATTARARCARTARTTTGCACARRACCCCTCCCTITCCAGRGATCTAGAGTGTA
GRGGRAGRTTRARR L AR TR A TT T AGRR AR OO TECCTITCCAGAGRT CTRAGAGTETR
GRGGRAGRTTRARR L AR TR A TT T AGRR AR OO TECCTITCCAGAGRT CTRAGAGTETR
o e e e e e e e e e ol e o ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e
ATGCRRC T AT TG T TEAGARCTTCERRTCTTEECTECTTTCECOCCTCTECACRRGT
ATGCRRCCETATGTGCTTGAGRRGTICGARTCTTEECTEC T TTCECOCCTCTEGCACRRGT
ATGCRACCETATGTGETTGAGRRAGTICEARTCTTEECTEC T TTCECOCCTCTEGCRACRAGT
kA EA AR E A AR E AhArEbAE AR AR R AR A S AR AR AR SRR AR SRR A SR
AR OO TTTT CEEEER T GATCTCATCGCTCTCECICTCACTITTGARGRA RS
AR OO TTTT CEEEER T GATCTCATCGCTCTCECICTCACTITTGARGRA RS
AR OO e TTTT O A CCTEATCTCATCETETCECTCTCACTITTCARCRAR DA
o e e e e e e e e e ol e o ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e
TAARTTAATCATEEGCAR AGERGATCCTARGARECOGREREGE EATGETCATCRTRATECR
TAARTTAATCATEEGCAR AGERGATCCTARGARGCOGRGREGE EATGTCATCRTRATGECR
TAARTTRATCATEEGCAR AGEACATCC TARGARSCOGRERAE EATGTCATCRATATGECA
o e e e e e e e e e ol e o ke e e e e e e e e e e e e e e e e e e e e e e e e e e e e
ITCITTGT o AR A CT TGO EEERGCACCRCRR R A G RCCRCCCEEATGCTTCRETCART
ITCTTTCT AR R CTTECCEEERGERCCRCRRGRRGR AECRCCCEEATECTTCRETCRRT
ITCITIGCT AL AT TG CCEEAGEACCACARCARGR M RCCCEGATCCTTCAGTCRART

B L ok T R B ™

TTCICRGAET 430
TTCICAGAET 430
TTCTCRGRGET 430

e o e e e e

&0

el

5
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120

120

120
120
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Figure S5. HMGBI1 marker (430-bp) sequences and GenBank gblXM_042254827.1| for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



Figure S6. FCAMR marker (386-bp) sequences and GenBank gb|XM_042257020.1| for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.

ARG GR CCT A TR TET AR T CEE AR CASCCCTATECCTCRCECCT
A oA T EA T CECR T T ARG T R GEACCRECACCCCTATGCCTCRCEECT
ARG GO CCT GATCECAC T CTAGACTCECEACCGECAGCCCTATGCCTCACEECT
LR LR EE LR LR L PR R L L L L B R R L LR LD L L LD L ]
CCAETTTCCRGCECTAR T CCRGCT T TOCACGCATCRCRCAGCCRRCTCRGCCTCR
CCAGTTT CCRE O ECT AR TCC LT GO T TCCARCGCAT CeEACRGOCARCT CRCCCTCR
CCAETTTCCRGCECTAR T CCRGCT T TOCACGCATCRCRCAGCCRRCTCRGCCTCR
kAR A Ak S b bk AbkEdh AhEdh Ak eb SRk A Ak e Ak E Ak Ea ke kB Ak S
AEGTITARL AR R R AT R ST TTCCRATCACCACCACATCRRARRACACARR LT
AGGTTTARACAR RRCAR ACT AR CCTTTCCARTCACCACCACATCARARACACARRACE
AGETTTRARR R R R R R TR CETTTCCART CACCRSCACRATCARRRRCRRRRREE
LR LR L LR L R P L R L R L R L L L LR e ]
A T A AT G T TTTATTTCT AT TEAGAT CEATCTAGRATCCCCACCTARGCCT
A T A AT AT TTTATTTCT AT TRACATCEATCTAGRATCCCCARCTARCCCT
AR TR AR T AT TITATTTCTGCAT TEAGR TGEATCTAGRATCCCCRGCTARECCT
LR e e e R R ]
GEAGRT AR e TCAC OO e CRCEECREEAT CERACRATECTCATCTTCCTCCTGATG
GEREAT R R R T O AR GO R CR CEECREEAT CERERR TECTCATCTTCCTCCTERT
CERGRT AR R TR L e CR G CREEATCERCRRTECTCATCTTCCTCCTCAT
LR LR EE LR LR L PR R L L L L B R R L LR LD L L LD L ]
TECCTECT o O EC O AT A T CACGEECCCRCEECT CET CT COGEEEAETCT R
oo L e R T Bt T CAC GO CACEECT CET CT CCGEEEARTCT GRS
T T G e e oA T R ST A C GG L RO E R TR T T CCEEGEARTICT G
LR LR EE LR LR L PR R L L L L B R R L LR LD L L LD L ]
GEAECTETGROCATCCEETGOCEETIRE  308e

GEARCTCETGRCCATCCEETGOCEETIR 388

CERAGCTCTGRCCATCCEETGOOGETE 386

LR LR L LR L LD L L ]

el
el
el

.

120
120
120

240
240
240



XM 004006435.5 AT eI T T T CCT T e CT AT TATACACGECTTCTCRCEECEETES &0

H AT GG TTECIT T oG TR TR TG TATACRG GG TTCTCRGEEIGETEE [=14]

E ACETOEECTTECTTOCT O CECT GEE T AT ZE T ETRCRGEECTTCTCRGEECEETED =18
e e e e B e Bk e B R B R B R B A B A B A B A B A S

XM 0040064235.5 GEECECARCRRCCCRRCCEREECT RGO ERECCOEEEEECTZOGEEECTECRAETER 120

H GEECEC AR CR R GCCR RGO CRAG G TCO AR RGO CRG I CGEEEECTROEEEECTECRAETER 1240

E GEECECR R CRRGCGR RGO CRGEC TR ERA R CREDCGEEEECTRIGEEECTECRETER 120
e e ke ol e oo e ke o e o e o e e e e e B e B e b A B

XM 0040064235.5 EATERRCCR T ECT O AR GRACACTGECACTET ZECECERCEEECCEECCCEEEE 180

H EATERRCCR T ECT O AR GRACACTGECACTET ZECECERCEEECCEECCCEEEE 180

E GAT ARG TEECT oA RGO CRRGACTGECACTETERECECGRCEEECCEECCCEEEE 180
e e ke ol e oo e ke o e o e o e e e e e B e B e b A B

XM 004008435.5 SO =t e P P e P T P P T A e D 240

H COGREEC TR TECT OO EREECT GO T FRGROGCCECEECEECCEECET ZERGRGIERCRG 240

E COGREEC TR TECT OO EREECT GO T FRGROGCCECEECEECCEECET ZERGRGIERCRG 240
e e ke ol e oo e ke o e o e o e e e e e B e B e b A B

M 004006435.5 SISt e P et o T et e e ] e e e A0a

H SE R e P e o et e A e e e e e e =1il]

E B R R R RGO EAEC O TR EAREC OGO EEECEECEEEIEECTOGRE 300
e e ke ol e oo e ke o e o e o e e e e e B e B e b A B

XM 0040064235.5 ITEECCT oo e T O AT OO oG T EEARC AT GCEEET ZET ARG TEECT GRIGE 30

H IT e T oG ET O EEAT OO GG T CEA RO AT SO TEETCARCETEECTGRACESE 3&d

E ITGEE T O EET ORI O oG EE T GER RO CAT GO TG T C AR T ECT GRS 3ed
e e ke ol e oo e ke o e o e o e e e e e B e B e b A B

XM 0040064235.5 GECTECT CTRCC R TCT S T TTCAT CROCAGETCT TG ARG TTCACTTOCRCCCCR a42a

H GECTECT CTRCC R T TS T ETTCAT CROCAGETCT TG ARG TTCACTTOCRCCCCR a42a

E GECTECT CTACC AR TC TGS T ST ICATCAC CAGETCTTGEGARETTCRCTTOCRACTCCR 4270

B e T T T S T L E Ll Ll
XM 004008435.5 GECRACERRAGCCTTACT GAGEACACTGFCCTOCTACGRAGTGETGR 265
H GECAGERRGCCTTACTGACERCACTGFCCTCCTACGRARGTGETER 465
E GECAGERRGCCTTACTGACERCACTGFCCTCCTACGRARGTGETER 465

R R R R R AR R R R R R R R S

Figure S7. ADAMTS20 marker (465-bp) sequences and GenBank gb|XM_004006435.5! for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



HM 0275782552 CEECCTCARCT T CCEECT REECECRGRCCCCCTCCRCCCTCCCRERCRACCTTCCCCTEET [=18]

H CEGCCTCAGCT TCCEECT GEGOGCRGACCCCCTOCRCCCTCCCAGGCACCT TCCCCTEET &0

E CEECCICARCT TOCEECT GEGOECRGRCCCCCTOCACCCTCCCACLCACCI TCCCCTEET &0
Ak Sk A R R Rk AR R A SR A SRR SRk s Rk Rk R sk S

HM 0279762585.2 GCEETCCCCCTTCCCGO oo ECCTITRRCGRRCTCCTCECCCCCCRCCTCOCCRCTECE 120

H GOGEICCCCCT TOCCECCECCECCTITARCGRRETCCTCECCCOCCROCTCCOCRACTICE 120

E GOGETCCCCCTTCCCGCCGoCECCTITARCGRARGTCCTCEGCCCOCCACCTCOCCRACTCCE 120
Ak hh Bk A EAE Ak b Ak A r AR E AR E Ak e Ak A s Ak R E AR E e Ak E R A E

MM _02759768255.2 CRRTATTTICITICGCT R CCTTCTOGCCTCCTCCATTCGT TG CTCRCETTTCCCACT 180

H R TRTTTTCTTTCGCT CGeCCTTCT OGO TCCTCCATTCGI TG TCTCACGTTTCCCACT 180

E CRRTATTTTCTTTC GO CE o CTTCT OGO CTCCTCCATT T TETCTCTCETTTCCCACT 180
R e L e L T

XM 02757edzb.2 CIT IR EAA AT CEI TR T CT G EACACCGR A TECCCOCTCTEOCTCCCRGETACAGE 240

H CITTCAGGAAGCAT GEITGAT CTEEAGACCGARGTECCCCCTCTGCCTCCCAGETRACRAGE 240

E CITTCAGGAAGCAT GEITGAT CTEEAGACCGARGTECCCCCTCTGCCTCCCAGETRACRAGE 240
Ak hh Bk A EAE Ak b Ak A r AR E AR E Ak e Ak A s Ak R E AR E e Ak E R A E

MM 02759783255.2 ITTCEEERT T TG T LT CEGEACC ARG ERT R CAGRRCERCGRCACEETGCRARCETTGRR 30d

H T T CCEGATTICC T GO CeEGEACCAR GERATCECACA RCCACCRCLEEETGOARCTTGAR 300

E I T CEGEAT T I GO T CGEG AR R T e AR ACCAC R C AT GOARCTTGRR 300
R e e L

XM 02757edzb.2 IITIRIATGARTCGA R R R CACE TT TR AR CACACACTAR ACTTATTTTTTATCAARRROCRG 30

H TTTTATATGARTGR AR A TTTAR A GACACACTRARCTTATTTTTTATCARRARCCLG 30

E IITIAIATGARTGRRRR O A TT TR AR CACACACTARACTTATTTTTTATCAARARCOCRG 30
e e ke e e e e e e e e e e e e e e e e e e e e e e o e ke =

HM 0279762585.2 A RT R TR R A A T AT CT T TCRAT TTTTCTCT AR R A TTATTRRGCTECTTATTA 420

H AT ARG TCT ARG R TACCT CTGTICARTTTTICTCTGARRTTRATTARCCTGCTIATTR 420

E AEATCARGTCT ARG TACCET CTGTICARTTTTICTCTARRRTTATTARCCTGCTIATTR 420
R e L L T

XM 02757edzb.2 TACATARTCCGAGTGCTACTRAG 442

H TRCRTRRTCCGRAGTGCTRACTIRG 442

E TRCRTARTCCGAGTGCTACTRAG 44z

e e e e e e e e

Figure S8. KCNT2 marker (442-bp) sequences and GenBank gblXM_027976255.21 for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



¥ 0422536381 TCTGATCCTGAEGACTATTCAGATGARGCCARCATAGAGRACCT TTATGECACCTCTCCT &n

H TCTGATCCTGAEGACTATTCAGATCARGCCARCATACAGAACCTTTATGECACCTCTCCT &n

E TCTGATCCTGAEGACTATTCAGATGARGCCARCATACAGAACCTTTATGECACCTCTCCT &n
R R A R e e e i e e e A e e e e

¥ 042253638.1 CCCAGCACGCCTCEECAGATEARACECATGTCCTCCARGCACCAGACGARTAGTCTCEEE 120

H COCAGCACECCTCGEECAGRTEARACECATGTCCTCCARGCACCAGACCRATAGTETCEEE 120

E CCCAGCACECCTCEECACRTEARACECATCTCCTOCARGCACCAGACCRACRGTETCERE 120
LR e T T Ry T

¥ 0422536381 AGGCCCECOEECCECECERATCTCARRGRARA AR TGARTCTATCARRCCARCCTCCACRT 120

H AGGCCCECOEECCE0ECERATCTCARRGRARR AR TGARTCTATCARRCCARCCTCCACRC 180

E AGGCCCECOEECCE0ECERATCTCARRGRARR AR TGARTCTATCARRCCARCCTCCACRC 180
LR R e R R L R L R T T D

W 042353638.1 ARACACACTCGAARAACTCTGCACARCETCCAACARTACACCTATARCCAGCACARALRG 240

H ARACACACTCGAARAACTCTGCACARCETCCAACARTACACCTATARCCAGCACARALRG 240

E ARACACACTCGAAAAACTCTGCACARCATCCAACARTACACCTATARCCAGCACARALRG 240
A E AR AR AR AR SRS ARE RS A RS RS S AL AR SR SRS A RS A RSk E AR SRS A RS

WM 0423536351 ATCCEAGCEECTCTCACETCCACACAGCEEEATCATARGARGARCETCCAGTECTCCTIC 300

H ATCCCAGCEECTCTCACETCCACACACCEEEATCATARCARGARCCTCCAGTCCTCCTIC 300

E ATCCCAGCEECTCTCACETCCACACACCEEEATCATARCARGARCCTCCAGTCCTCCTIC 300
LR R e R R L P L R L R T T LRy

W 042253638.1 ATCCTGGACTCACTCEEEECCTCTCTGOCCARAAAGTCCATCCCEGATETGEATCTCART 380

H ATCCTGGACTCACTCEEEECCTCTCTGOCCARAAAGTCCATCCCEGATETGEATCTCART 380

E ATCCTGGACTCACTCEEEEGCTCTICTGOCCARARAGTCCATCCCRGATETGEATCTCART 380
Ak E AR AR AR AR AR AR AR AR R AR AR AR AR R R R AR R A AR AR AR R R AR R

¥ 0422536381 ARGCCTTACCTCAGTCTCEGCTGCACCARTCCTARGCT 338

H ARGCCTTACCTCAGTCTCRGCTGCAGCARTCCTARGCT 338

E ARGCCTTACCTCAGTCTCRGCTGCAGCARTCCTARGCT 338

R L

Figure S9. MAP3K4 marker (398-bp) sequences and GenBank gblXM_042253698.11 for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



AT ARG R T A CA T TG T GECTACCAT GARCR AR CEEEACATCTCICATTTACIC
ATCARGECRTGEEACATTEEGETGECTACCATGARGR R CEEEACGATCTETICATTTACTG
AT ARG R T A CA T TG T GECTACCAT GARCR AR CEEEACATCTCICATTTACIC
e e e e e e e e e e e e e e e e ke e e e B il e e e e
TECRR AR R T T AT AT ECTCRECTEECACTCTCCCCAR A RTTOCTCGARATECR
T CRR LR A T TR T AT EECT R ECTGRCACTCTCCCCAR R A TTOCCTCGARTECR
TECRR R CCR R TR TR TATEECTCRECTEECACTCTCCCCAR A RTTOCTCGRATGCR
e L T T T I
ACTCTCITI I I T GACA T TEAGCTCCT TEAT T T AR A CEA CACGE TTTATTTCARGAT R
A CTCT I TTITT R AT TR G TCCTT AT T TR R AR AR TTTATTTERRCAT GG
AT I T I T I G ACA I TG CTCC T TEAT T T AR AR CACEE TTTATTICARCAT R
e e e e e e e e e e e e e e e e ke e e e B il e e e e
GETRTTATTCGRAGRATCR R RO AR R AR RCEETATTCRRRCCCRR R TERGEERECTE
GEITAT AT ICGRAGART AR MO CA R R G CR ACCETATTCRARCCCAR R TERCEERECTE
GETRTTATTCGRAGRATCR R RO AR R AR RCEETATTCRRRCCCRR R TERGEERECTE
e e o e e o o e e e e e e o o e e e e e o o e o e e e e e e e e e e
ACRCTAGR AT T R AL G T T T CEARCCAT ETTTEATTCCRARRACGAT TG
AR CTR R R TR T EC R EC OGO T T EET CCARECRCETTTEATTCCRERCATETE
ACRCTAGACE TR T EGR A ECCGCT T GETCEARGGATCTITEATTGCAGRGATETC
b E R kA e R SRR Rk SRRk R Rk kR R
GEEIT A TCC T TG GRAGCAGARCACCRCCRCATTOCARTOCCARTCGRACRARCCOCTC
GEETTCATCCETTEETGRAGCAGARCRCCLCCRCATTOCARTOECARTOGACRRRCECOCTC
GEETTCATCCETT T GRRCCRGRR RO CERCATTOCRRTOGEARTOCRCRRRECOCTC

e e o e e o o e e e e e e o o e e e e e o o e o e e e e e e e e e e

GRGRAAATECRCCCTGAGGRACARTETAT 385
GRERRRARTECRGCCTGRECRACEARTETAT IBS
GRGRAAATECRCCCTGAGGRACARTETAT 385

R R e

Figure S10. FKBP5 marker (389-bp) sequences and GenBank gb|XM_042237057.11 for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



Figure S11. RXFP1 marker (435-bp) sequences and GenBank gblXM_012097572.31 for analyzing

TR ECA TR RO T R AR C R G C AT TCRGR R A CCRCCACCL A RCTETATTICRCTT
TAGCRTACRRCCACCETEACRRCARGCAGCTCAGAR R CCAGERACCRA RCTGTATTCACTT
TRGC R T AR AT EACA R CA RGO T CACA AR CCAGCACCRR ACTGTATTCACTT
B i L
T AT TA TR T T I T T GAGR AR A TERCATCTEETCCTGICTI TCCTCTACRTCTTIC
T AT TR T CRCTTT T T CAGRRGER A R TERCATCTEETCCTETCTTCATCTRACRTCTTE
TCAT TR T AT T T CTGAGR AR A A TERCATCTEETCCTGTCTTCCICTACATCETTC
Ak Ak bbb Ak e b Ak e b Ak e bk eh s Ak e b ke b Ak d EhEdkah ke
GITITTGERRARATATTTCACTCCACGCAGREOECAGRATETEGECCT GCGRCCTGEEETAT
GITITC AR T TT TR TR G CACRC O CRGRATCTCCCCT COCGRCCTEEGCTAT
GITITIGERRRR TR TTTCRCT O CRCGCAGRECECAGRATCTEFECCT GOERCCTGEECTRT
Ak E Ak EAEArE A A Eb A A AR AR Ak e e AR R AR E A ARk S A
IO CT OGO R R R A TGCTTACCTCRGCAGCTECAR T CCLRCEECETEEMT
T CCCCTECEECAL AR CCRAETGCTTRCCTCAGCAGCTCERAR T GCARCEECETEEAT
I T eI GO GEC AR CC R AT GCT TRCCTCAGCAGCT AR T CCARCEECATCOERC
B o
G eI CCEAR RO T G e A AR CT CCCCACACATCAR CCEATCETCTACRCLA
GRCTECERRRRCEET ET EERCCREER AR CTCOGERACRCATCRRCGEATEETCTRCRCRS
GRCIGCEARRRCEETGTEERACCAGEACARCTCOGCACACATCAR TEEATCETCTACACRA
Ak dbk bk kb Ak e bk e b Ak e ek eh s Ak ab s hhahddd hArAbkehEdbka bbbk s
TTTGRCAGRTAT T TGECARTARCTACAR AR TERCT TOCTIGCTATCOCACTACTETEECA
IITCARCA AT AT TR TR R TR R CTAC AR R AT E R T TCCTICTAT COCACTATICTEECR
TTTGRCRGRTATTAT G R TR CTACAR R R TR CTTCCTICTAT COCACTACTETRECR
Ak ek Ak E A E e A Eb Ak A e E Ak e Ak B A Ed s ek hkrs
GRAL AT TR T T T eI e T TECRCOCCTECALTCTATTTCCCRRCETTTAGLE
GRARCATCTCRA T TEETCGEETCTECRCCCCTGOARTETATTT GCCRACGETTTAGLE
GRARCAT TR T T TEETCGEETCTGCRCCCCTECARTGTATTIGCCRACETTIAGRG
B i L
CICGRGIGIGRATGRG 435

CTCERETETERTERE 435

CTCGRGTETICGATGRG 435

A ek S e e ok

nitrogenous bases alignment for DNA in healthy and endometritis ewes.
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E CTECCT AR T CORCRC T CAT CCAGEECRERERR CECTCERR COCEERCRCERECTC el

XR_006080140.1 CTGCCTCREERECT GORCACT CAT OO A GEECAGACRAR R CT CERAR GOEEERACACCERECTC &0

H CTGCCTCREERECT GORCACT CAT OO A GEECAGACRAR R CT CERAR GOEEERACACCERECTC &0
e B R R R NN RN R BN NN AR ENE AN BN R RS AN RSN E N

E TR ARG R G ET AR T CTTT T o AT CACRCCRGEEEATCTTOCTCCTTCTCEECT 1240

XR_006080140.1 TR R R CA GO RGO TR T CTTTT O AT CACACCEEEEEATCTTOCTCCTTCTCEECT 124

H TR R RGO RGO T AR T CTTTT O CAT CACACCEEEEEATCTICCTCCTTCTCGECT 1240
el e e o e e o o e e o e o e e e e e o e

E TCTEATAGET TGRS GRE B TRR R GR A TEECTRA OGO CARCTCRRRCTATTT 1840

HE 00e0e0140.1 I GRTAG T TR GR A G TAR R CR R TEECTRAR O CRARCTCRARCTATTT 1840

H TR ARG ET T GGG CGRE G T AR C R GR A TEECTRAR GO CARCTCRRRCTATTT 1840
ke e e W BN RN R B NN E R RN R R R AR RN

E CTEARR e AT T LT e R AR TR O TEEETACECCTCCTCGRGCTREETETC 2440

XR_006080140.1 CTGAR R R T T LT REEERC A R TR O TEEETACECCTCCTCEAGCTREETETC 2449

H CTGRR R R T T LT G ER A R TR O TEEETAGECCTCCTCERAGCTREETETC 2440
ke e e W BN RN R B NN E R RN R R R AR RN

E T AL R T R R T R R TR R TR R T TT TR AGCCACCTTTERACCIRCTEEGEE 3od

XR_006080140.1 TERL A GET R AGE T RO AR R TR RGO R R T TTTECACCCACCTTTEACCCRCTEEGEE 3040

H I AL R T R R TGO RR R TR AT R R T OO TTTECACCCACCTTTERACGIRCTEEGE 3040
e e e o e e o o o o o e e e e e e o e

E ACTRACTTECCATTTTTCACT e CTETTECTETITTICTCACRCRARRRRR A ATTTTTCT 3&d

HE 00e0e0140.1 AT GRET TR AT ITTT AR T GG TET TG TETITTICTCACRGARRRCRERTTTTICT 3ed

H AT RRGT TR AT TTTT AR T GG TET TG TETITTICTCACRGRARRRERERTTTTICT 3ed
W B R RN R R RN VERRERE NN E NS AR ENE AN BN E R R RN RN SN RN

E TCRGTTCEGATGERACCGATTICRCRRCE  3EE

XR 0080e80140.1 TCRGTTEGATEEACCATTCRCRRCE 3RS

H TCRGTTEGATGERACCGATTCRORRCE 3RS

Hhk AR EA A E AR AR E AR AR SRR S

Figure S12. SOD marker (385-bp) sequences and GenBank gb|XR_006060140.11 for analyzing nitrogenous
bases alignment for DNA in healthy and endometritis ewes.



XM 0040168336.5 CTGCRGCECCGCTCRGRCACCATCECCEACARCCEEEATCCAGCCRCOGRCCAGATCALR &0

H CIGCRGCECCECTCRGR CACCATECC AR CCCC AT CCRCCCACCGRCCAGRATCARE &l

E CTGCRGCECCGCTCAGRCACCATCECEEACARRCCEEEATCCAGCCACCGRCCAGRATCARR &0
EE Ry L L L T e Ty

XM 00401833&.5 R T T GEA R CRCEECC G ACAR RCCTGRT CTCCT CACCACT GECECCEET ART 120

H CRT T GEARGERCA G EECC O ACAR RCCTGRAT CTCCT CACCACT GECECCEETRAT 120

E CRCTGEARCERCCACAEEECCECGCACARROCTGAT CTCCTCACCACT GERECCEETRAT 1240
EE T L L L T ey

XM 004016356.5 CCRGTRGERERCRL R CTCR R TET T T CACEETRAGEEOCCOERGEECOCCTICTCETCOCRE 180

H CeAGTACEACRCAR R DT AR TETTCT GACGETAGEECCCCERGEECCCCTICTCETOCRG 180

E CCAGTACCACRCALR ST CARTCTTCT CACEETAGEGECCCGAGEECCCCTICTCETOCRG 1840
R R R e e L L L L L R L L PR T LR e

¥M 004016356.5 GRTGETGETTTTCACT AT AR R T TCRCTTTCACCGEEACAGRRTTCCTEAGRAGRAGTC 240

H GRTGTGETTTTCACT GATGRAATCECTCRCTTTGACCGGEACAGRRTTCCTCAGRGAGTC 240

E GRTGETGETTTTCACT AT AR R T TCRCTTTCACCGEEACAGRRTTCCTEAGRAGRAGTC 240
e e e e o o ol e o e e o e e o e e e e e e e e o e e e e e e e e e o e

XM 00401e33&8.5 GG e CC R GG ECEC T TT TECCT AL T TI CAGCT CACRCATGRCATTACCAGR 300

H 1 AR GG EEEECTTTTEGCTAC T TT CAGCTCACRCATGRCATTACCAGR 300

E GTGCRT AR GGG R EEEECTTT TG CTAC T TT CAGCTCACRCATGRCATTACCRAGA 300
e e e e o o e e o e e o e e o e e e e e e e e o e e e e e e e e e e o e

XM 00401e33&8.5 TR TG G T G T TICACCAT AT TG AR RGRAGERCCCCCATTGCACTICGCTTIC 30

H TR T CCARCECCAN GG CTTICACCATATTGEARRGAGGRACCCCCATTGCRCTICGETTC 3&d

E TR IO A RCEC AL G T CTTICACCATATTGEARRGAGGACCCCCATTGEACTTCGETTC 30
e e e e o o e e e e e e e o e e e e e e e e e o e e e e e e e e e e

XM 004016833&.5 IO ACTETTGCTEEAGRAT CACECTCAGCTGRCACRE 357

H TOCRCTETTCCTEERGRRTCACECTCACGCTGRCACAE 357

E IO ACTETTGCTEEAGRAT CACECTCAGCTGRCACRE 357

e Ty ]

Figure S13. CAT marker (397-bp) sequences and GenBank gb | XM_004016396.5| for analyzing nitrogenous
bases alignment for DNA in healthy and endometritis ewes.



HM 02T9eB434 .2 CTeACGATCETCTACEA GACGCEEECAGCEACEACAR AR CCACACRCCGECCEGACETTIC el

H CTeRGEATCETCTA L GGG CRGCEAGERGRA RN CERCRCRCCRECCEERCETTC ]

E N T B T e L B T e e e T el
AR AR AR AR AR AR AR AR SR AR R AR SR AR EARE R R A AEARER SRS

M 027368234.2 CCITTTCCTGRACTIT AT T TT T GAGRGCAT AR AR TTECTTATCTACCATCRACT RS 124

H COITT IO I GERCTITCACITTTCT GRGACCAT AR R A TTECTTATCTRACCATCRACTES 12

E eI TTTC eI GAGT TT GACT T TT T GAGAGCAT AR A R TTECTTATCTACCATERACT G 120
L e o e R R R e

MM 0275682342 AR TTET G AR TG AR A T T TEEECRGCRAGRA A TTEECACACTGCCATCOCETICT 1240

H AR TTET T RATGA AR AR T TTRCECAGAAGEA A TTEREAFACTGCCATGCCETTICT 120

E AR T T G AR T A AR R R T T TRCECAGR AR R A TTERCACACTACCATGCCGTICT 1240
Hrhh Rk AR AR A AR Ak ek Ak Ak e Ak ek R AR e kAR AR E R R AN

HM 0273082342 TTGEATGTGCRGARRER R CCTCEET T T GACTTAGRCCACTCEATACRATCCRAGRETECTG 240

H TTeRTGTGCRGARE R RO TCEETCT TERCTTAGRCCACTEEATCRACRATCCRGRETECTC 240

E TT AT GTCCRERRR R C T CEETCT TERCTTAGRCCACTCEATCACRATCCRGRETECTIC 240
L e L e e L R e L ]

XM 0275652342 AR GO TR CRGGRT T LR GO CAT G AT GCTITTGAGA R CR A TREATAGRGT TG aoa

H ARG T RO R T T RGO C AT GO AT GCTITTGACA AR CR R TREATAGRETCETC aoa

E AR GO TR CA GG T T LR GO CAT G AT GCTITTGAGARR CR A TREATAGRGT TG aoa
LR L LR R R PR LR R L P R L PR DL LR L R Ll P

MM 0275022342 AT GCART T AT AT COCAG O GEAGRACCACT GO AR AR TACRATTTGAGGATTICR aed

H AR T GCART T AT AT OO ARG AR RCERCT RO LR AR TR R A TTTGRGGATTICR aed

E A AT GCART T AT AT OO A G ARG ERCT EC LR AR TR R A TTTGRGEATTICR ded
AR AR E AR AR R AR AR AR R AR AR e AR B AR AR SR E AR E A AR E R R AN

M 027368234.2 CAGRRTCTCTGCTTCGACACRARRCGRATCRARCETCTGARTCOCATCRRGREACE 215

H CAERRTCTCTECTTCCACACRR R R CCRATCRARCETCTEARTCOCATCARGREACE 215

E CA AR TCTCTECTTCGACACRARACCATCRAARCCTCTEAATCCCRTCRACGREACE 415

L L L L L L R R L by

Figure S14. NDUFS5 marker (415-bp) sequences and GenBank gbl|XM_027968234.2| for analyzing
nitrogenous bases alignment for DNA in healthy and endometritis ewes.



MEEID32e.1 TR G A O R e TR RO O C R CR O OO R CAG TR T OO D CAGERTTTC T CAGRG 0

E CTACGCAGCCOCAGGATGEAGCGOCAGCACCCCGACRAECATGCCCCARGATTTETCAGAG 60
E CTACGCAGCCECAGERTGEAGCEOCAGCAGCCOEACARCATGCCCCAGEATTTETCAGAG 60
E e e e e e e
MEE30326.1 GCCCTEARGEAGECCACCAMGEAEETGCACACCCACECEGAGRATECCEACTTCATEARG 120
E GCCCTEARCEAGECCACCAMGEATETGCACACCCACECCCACRATCCTCACTTCATCARG 120
E GCCCTEARGGAGECCACCARGEARETCCACACCCAGGOEGAGRATECCEACTTCATEARG 120
kA Rk S R R R e ke S ol ke ke ke e e
MEE30326.1 AACTTTCAGARGGETEACCTCACCCEAGARCGETTI TARGCTEETGATEECATCTTTETAC 180
E AACTTTCAGARGEETEACCTCACCCEACARCETTI TARGCTEETGATCECATCTTTCTAC 180
E AACTTTCAGARGGETEACCTGACCCGAGARGETTI TARGCTEETGATCECATCTTTETAC 180
e ol o e e e e o e ok e ol e o e e e o o e e e ke e e o o e e e e o e
MEE30326.1 CACATCTACGTEECCCTGEAGEATEAGATCEARCECARCARGEAGARCCCOETCTATACT 240
E CACATCTACGTGECCCTGEAGEAREAGATCEALCECARCARGEAGALCCCOETCTATACT 240
E CACATCTACGTEECCCTEEACEATEAGATCEALCECARCARGEAGAACCCOETCTACACT 240
EhhkEhr Ak b AR A Ak A A e R Ak ek R A ke ARk e e Ak ek A kR ok E
MEE30326.1 CCCCTCTACTTCCCAGAGGAGCTECACCECCEEECCECCCTEEAGCAREACATGECCTTC 300
E CCCCTCTACTTCCCAGAGGAGCTECACCECCEEECCECCCTEEAGCARGACATEECCTTC 300
E CCCCTCTACTTCCCAGAGGARCTECACCECCEEECCECCCTEEAGCAREACATGECCTTC 300
E e e e e e e
MEE30326.1 TGETACGEECCCCECTCRCAREARECCATCOCCTACACACAGECCACCARECACTATETT 360
E TGETACGEECCCCECTGECAGEARECCATCOCCTACACRCAGECCACCARETACTATCTT 360
E TGETACGEECCCCECTGECAGEARECCATCOCCTACACACAGECCACCARECACTATETT 360
E e e e e e e
MEE30326.1 CAGCGACTCCAGGRGET 377
E CAECGACTCCAGGRGET 277
E CACCGACTCCAGGAGET 377

e e ke e ke ke e

Figure S15. HMOX1 marker (377-bp) sequences and GenBank gb IMK630326.11 for analyzing nitrogenous
bases alignment for DNA in healthy and endometritis ewes.



AF223542 1 AR TR AT R e AR AT A CCTCAT CTTCECCAC AR GCRGECCTGECECR O

H CAGCARCCTACCACCTCACEEEACATCACCTCATCTTCECCACCARGCACGCCTEECECA 60
E CAGCAACCTACCACCTCACEEEACATCACCTCATCTTCOCCACCARGCACGCCTEECECA 60
e ke e o o ke e e o e e e ol e e ok o e e o o e e e e e e e e e o e
AF223542.1 ACECCCCCCECTACATCEEEAGEATCCAGTEETCAAACCTECAGETCTTIGACECCOCGER 120
H ACECCCCCCECTRCATTREGAGEATCCAGTCETCAAACCTECAGETCTTIGACGCCOCEGE 120
E ACECCCCCCECTECATCEEEAGEATCCAGTEETCEAATCTECAGETCTTIGACECCOCEER 120
R R P LR e P L L P L L R P PR T ]
AF223542.1 GCTCITCCACEECCCACGARATETTCGARCACATCTETACACACETCCCTTACGCCARCA 180
H GCTGITCCACEECCCAGGARATETTCGARCACATCTGCAGACACETGCCTTACGCCACCA 180
E GCTGITCCACEECCCAGGARATETTCGARCACATCTETAGACACETCCCTTACGCCACCA 180
FhhkEh kA rehrAbr Ak ek ehed ke d Ehrhbrehenbeh e drre ke dk e
AF223543.1 ACRACEGCAACATCAECTOCCCCATCANTETCTTCOCOrACCEEACCEATEEEARCCATE 240
H ACRACEECAACATCARGTCEGCCATCACCETETTCOCCCARCEEACCEATEECARGCATE 240
E ACRACEGCAACATCARGTCEGCCATCANCETET TCCCCCARCEEACCEATEECEARGCATE 240
C e e e e e
AF223542.1 ACTTCCGGETCTGGAATECCCAGCTCATCCECTATGCOGGCTACCAGRTGCCAGATEECE 300
H ACTTCCGEETCTEELATEOCCAGCTCATCCECTATECOGECTACCAGATECCAGATEECE 300
E ACTTCCGEETCTEGEAATEOCCAGCTCATCCECTATGCOGECTACCAGATECCAGATGECE 300
R R R LR P L L R L LR P PR ]
AF223542.1 GCATCAGAGEEGACCCCECCACTETRGACT TCACACAGCTCTECATCEACCTGEECTEGR 360
H GCATCAGAGEEGACCCCECCACTETREACT TCACACARCTCTECATCEACCTGEECTEGR 360
E GCATCAGAGEEGACCCCECCACTETREACT TCACACARCTCTECATCEACCTGEECTEGR 360

rhhEhrd ke drahbr ke A ek Abr ek b kA h ke ke dhad

Figure 516. NOS marker (360-bp) sequences and GenBank gbAF223942.11 for analyzing nitrogenous bases
alignment for DNA in healthy and endometritis ewes.



